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Introduction
Hepatocellular carcinoma (HCC) is the fifth most common cancer, and it is responsible for more than half a million deaths each year, making it the third leading cause of cancer-related death worldwide. 1 This disease is strongly associated with several risk factors, including chronic hepatitis B virus, chronic hepatitis C virus, and alcohol abuse. 2 Despite improved clinical detection methods and therapies, the prognosis of postoperative HCC patients is still poor due to a high recurrence rate. While the molecular mechanism of HCC carcinogenesis is still not fully understood, there are many prognostic factors and predictors of recurrence associated with the disease, including tumor size, tumor quantity, cell differentiation, venous invasion, and degree of inflammation. [3] [4] [5] [6] [7] MicroRNAs (miRNAs) are ~22 nucleotide RNA molecules that act as posttranscriptional regulators of messenger RNA (mRNA) expression by base pairing to the 3′ untranslated region (UTR) of mRNAs to repress translation. [7] [8] [9] Specifically, miRNAs 
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Peng et al target nucleotides 2-8 at the 5′ end, which is known as the "seed region" of an mRNA's 3′ UTR. Perfect complementarity between the miRNA and its target mRNA sequence results in reduced protein levels due to RNA silencing. 10, 11 Increasing evidence suggests that single nucleotide polymorphisms (SNPs) in the 3′ UTR targeted by miRNAs alter the expression of target gene, thus increasing an individual's risk for cancer. 12, 13 In this study, we genotyped three miRNA binding site SNPs located in the 3′ UTR of RYR3 (rs1044129), C14orf101 (rs4901706), and KIAA0423 (rs1053667) in HCC patients to assess their relationships with cancer risk and outcomes. 
Materials and methods

snP genotyping of mirna binding site snPs
The miRNA binding site SNPs, including RYR3 (rs1044129), C14orf101 (rs4901706), and KIAA0423 (rs1053667), were genotyped using the ligation detection reaction method, with forward and reverse primers to amplify the DNA fragments flanking the SNPs, based on the NCBI SNP database (http://www.ncbi.nlm.nih.gov/snp/). Polymerase chain reaction (PCR) was performed using a PCR Master Mix Kit according to the manufacturer's instructions (Promega Corporation). The ligation was performed using different probes matched to the SNPs, and the ligated products were separated using the ABI PRISM Genetic Analyzer 3730XL (Thermo Fisher Scientific, Waltham, MA, USA). Polymorphisms were confirmed based on the difference in length of the ligated products. All sequences of primers and probes are listed in Table 1 .
renilla luciferase reporter assays
Four oligonucleotides containing from the 5′ to the 3′ end a XhoI stick end (5 bp), a fragment from the 3′ UTR of the RYR3 gene containing the AA or GG genotype (rs1044129; 51 bp), and an NotI sticky end (2 bp) were synthesized: sense for AA (5′-TCGAGGTTTAGGTGAATCTCCTCAAATACAA TGAAGTGCCCACTGCAATAAAGTAAGC-3′);antisense for AA (5′-GGCCGCTTACTTTATTGCAGTGGGCAC TTCATTGTATTTGAGGAGATTCACCTAAACC-3′); sense for GG (5′-TCGAGGTTTAGGTGAATCTCCTCAAA TACAGTGAAGTGCCCACTGCAATAAAGTAAGC-3′); and antisense for GG (5′-GGCCGCTTACTTTATTGCAG TGGGCACTTCACTGTATTTGAGGAGATTCACCTA AACC-3′). The four oligonucleotides were first annealed with 1× NEBuffer 2 (New England Biolabs, Ipswich, MA, USA) in a heating block at 95°C for 5 minutes, followed by a gradual reduction of temperature to room temperature. The psiCheck2 vector (Promega Corporation) containing Renilla luciferase and controlled firefly luciferase genes was linearized by digestion with NotI and XhoI (New England Biolabs) and purified from an agarose gel. The annealed oligonucleotides were ligated in the linearized psiCheck2 vector into 
statistical analysis
The χ
2 test was used to analyze dichotomous values, such as the presence or absence of an individual SNP in patients and healthy controls. Survival curves were calculated using the Kaplan-Meier method, and comparisons between the curves were made using the log-rank test. Multivariate survival analysis was performed using a Cox proportional hazards model. The t-test was used to compare the different expression levels between genotypic groups with Renilla luciferase reporter assays. All statistical analyses were performed using the SPSS 18.0 software package (IBM Corporation, Armonk, NY, USA). A probability level less than 0.05 was used as the criterion for significance.
Results
association of the rYr3 snP with hcc outcomes
We genotyped miRNA binding site SNPs including RYR3 (rs1044129), C14orf101 (rs4901706), and KIAA0423 (rs1053667) in a case-control study with 88 HCC patients and 90 healthy controls. None of these SNPs were associated with HCC cancer risk according to our analysis (data not shown).
The relationship between the data collected during the 3-year follow-up and patients' clinical characteristics was analyzed by the log-rank test. Sex, age, tumor size, and tumor quantity were not statistically significant predictors of postoperative survival times; however, tumor stage, child classification, and portal vein thrombosis were correlated with survival time in these patients ( Table 2) .
The three miRNA binding site SNPs of rs1044129, rs4901706, and rs1053667 were evaluated for their association with the postoperative survival of HCC patients, as shown in Table 2 and Figure 1 ; only rs1044129 at the 3′ UTR of RYR3 appeared to be related to HCC survival, with the AA type associated with longer survival times (P=0.047).
We performed a multivariate analysis with the Cox proportional hazards model for these predictive factors, as shown in Table 3 . The rs1044129 was identified as an independent predictor of HCC survival (relative risk: 1.812; 95% confidence interval: 1.026-3.201; P=0.041).
The snP in rs1044129 affects protein translation
To analyze the functional effect of rs1044129 on RYR3 expression, we constructed a vector containing the AA or GG genotype of rs1044129 in the 3′ UTR region of the Renilla luciferase gene and transfected them in HeLa cells. A dramatic reduction in Renilla luciferase activity was observed in the AA genotype (Figure 2 ). These results indicated that the rs1044129 SNP in the 3′ UTR of RYR3 changed its binding affinity with miRNAs, thus affecting its expression.
Discussion
The SNPs of miRNA binding sites, including RYR3 (rs1044129), C14orf101 (rs4901706), and KIAA0423 (rs1053667), were assessed for their predictive value in cancer risk and outcomes in HCC, and rs1044129 of the RYR3 gene was identified as a predictor of HCC outcomes. This was the first report to assess the miRNA binding site SNPs at the 3′ UTR of RYR3 and their predictive ability in HCC outcomes. The SNPs within the miRNA binding site, as well as polymorphisms in the miRNAs themselves, are key factors in disease phenotypes. 14, 15 The association between SNPs and cancer risk was identified by Yu et al 16 in their investigation of many kinds of cancers as part of their entire research objective.
RYR3, the third isoform of the RYR family, is a Ca 2+ -induced/Ca 2+ release channel protein located in the sarcoplasmic reticulum that mediates cytosolic calcium levels. 17, 18 rs1044129, located in the 3′ UTR seed region of RYR3 where miR 367 binds, was found to be related to the outcomes of colonic cancer and breast cancer. 19, 20 Consistent with a previous report on breast cancer cells, we confirmed that the A to G transition at rs1044129 reduced the binding affinity between miR 367 and RYR3, thereby inducing increased RYR3 expression in HeLa cells. We performed RYR3 immunostaining in 30 HCC patients with the available HCC tissue. The AA types displayed a trend of increased RYR3 expression when compared with GG (P=0.07); however, the results need to be validated with more HCC patients. In addition to the underlying mechanism found in breast cancer, the expression variation of RYR3 appears to mediate calcium levels so as to modify the proliferation and migration of HCC. 20 Furthermore, vitamin D deficiency 
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Conclusion
In conclusion, a SNP in the RYR3 miRNA binding site was found to be a biomarker for HCC outcomes. The results from this study require validation in other populations and in laboratory-based functional studies.
